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Abstract: Based on EST sequences from an ethephon-induced latex SSH ¢cDNA library of Hevea brasiliensis, a
full-length cDNA encoding AP2/ERF type gene named as HbERFB4-1, was cloned from H. brasiliensis by RACE-
PCR. The HbERFB4-1 cDNA has full length of 732 bp with an open reading frame (ORF) of 444 bp, and encodes
147 amino acid residues. No introns were detected in HbERFB4-1gene. The deduced HbERFB4-1 contains an
AP2 domain and three NISs, which shows high identity to AP2/ERF in Populus trichocarpa, Ricinus communis,
Arabidopsis thaliana and Glycine max, counting for 78% .71% 62% and 55% , respectively. Phyogenetic analysis
showed that HbERFB4-1 belonged to the B4 subfamily of ERF family. Semi-quantitative RT-PCR analysis
indicated that the transcription of HbERFB4-1 in latex was low, but it was rapidly induced by ethephon, suggesting
that HbERFB4-1 is involved in the ethylene signal pathway in latex of H. brasiliensis.
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10 ttttttttttttttgtgtatttggaattttataaataagtggtee

bb ccaaaacgttccaatttttgccaccgaaattgaaatcaaagtage

100 tggaccgttttgttagttcataatcaccacctgaaaaacaagaat

145 ATGGAAGCATCTCATGGAGGGAATAGCAAGAGCAAAAAGAAGGCT

M EASHG GG GNS K S KK K A

190 AGCGGAAAGACTCGATACAGGGGGATTCGCCGGCGGCCTTGGGGG
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685 ttctatttattttttagagaaaaaacaaaaaaaaaaaaaaaaaaa

Bl 1 HbERFB4-1 WZHRFF 5 R A IR ER TS
Fig. 1 Nucleotide sequence and deduced amino acid sequence of HbERFB4-1

Hevea brasiliensis  MEASHGGNSKSKKKASCGKT
Ricinus communis . MEASQKNSKKQSRGGSGEAE
Glycimemax MEGGR SSASNGNCE VE
Populus trichocarpa B THOGEKNTKKQEKGR. GEN
Arabidopsis thaliana . . MESSNRSSNNQSQDDKQ. ARF I idag

AP2 domain

Hevea brasiliensis
Ricinus communis
Glycine max
Populus trichocarpa

Arabidopsis thaliana RMDDYSLRPPY

APPTSYGLYGSSS. GREVIEFE.
BFSSAPPSRNATIGSSA. GREVIEFE.
BCDDNNHL VRPGE IMQGGDLDDTFELE
SFETANPYNYGHEV SSTCCQEVIEFE.
SSGSTSTNVSRQNQREVFEFEY.

. ASSES

B2 HBERFB4-1 5HE 4 #pie¥rh ERF B85 R EF 1551 lLxt
Fig. 2 Sequence alignment between HbERFB4-1 and ERF transcription factor in other plants
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§l3 HbERFB4-1 S#IB5FF AP2/ERF #% %R T Rk b b

Fig. 3 Phylogenetic analysis of HbERFB4-1 and AP2/ERF transcription factors in Arabidopsis thaliana
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HbERFI
A
18S rRNA
Control 3 6 12 24 h
B

4 HbPERFB4-1 Wik, A. HbERFB4-1 FEAR(R) B (B) JE(F)- At
LE)YFEFLLA) T HIEKIE ;B. ZHFIRI T HbERFB4-1 KK,
Fig. 4 Expression of HbERFB4-1. A. Expression of HbERFB4-1 in root
(R), bark (B), flower (F), leaf (LE) and laticifer (LA); B. Expression of
HbERFB4-1 with ethephon treatment.
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